
Start crop Point End crop Point

MSA length = 489
- - - - - - - - - - - - - CCCCA - - - TGGT C T T C T T C T CAGGAG - - - - - - GGAGGTGT T ACGT CA T CCA T CCACCAGC T ACGC T T C TGGAAA T T ACC T TGT CGCA - - - - - - - - - - T AGA T CAGT AGAAGT AC T T AAGT TGT CAGGCAA T T AAAA T AAA T T AAGAGGC T T A T AC T - - - - - - - - - - - - - - - - - - - CC T T AGT T T CAACAAGA T T A T C
- - - A T AAAA TGT ACCCAGAAGGAA T A T TGT AGA T A T T T TGC TGGT A T A T A TGT T ACGT CA T CCA T CCACCAGC T ACGC T T C TGGAAA T T ACC T TGT CGCA - - - - - - - - - - TGCACCAACACCA - CAC T TGAGCA T CCC T AGCC T T AA T ACAACCGAGACAACC T A T AC T TGC - - - - - - - TGTGGACCAC T CGAA TGTGGGAAAA T T - - CA
- - - A T AAAA TGT ACCCAGAAGGAA T A T TGT AGA T A T T T TGC TGGT A T A T A TGT T ACGT CA T CCA T CCACCAGC T ACGC T T C TGGAAA T T ACC T TGT CGCA - - - - - - - - - - TGCACCAACACCA - CAC T TGAGCA T CCC T AGCC T T AA T ACAACCGAGACAACC T A T AC T TGC - - - - - - - TGTGGACCAC T CGAA TGTGGGAAAA T T - - CA
A T A T T AGAA T A T A T T T AA TGAGGT T T T T A T AACCAAAAA T T AC T T A T A T A TGT T ACGT CA T CCA T CCACCAGC T ACGC T T C TGGAAAC T ACC T TGT CGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - A T A T A T - - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T T A T A T A T A T A TGT T ACGT CA T CCA T CCACCAGC T ACGC T T C TGGAAA T T ACC T TGT CGCA - - - - - - - - - - TGCACCAACACCA T CAC T TGAGCA T CCC T AGCC T T AA T ACAACCGAGACAACC T A T AC T TGC - - - - - - - TGTGGACCAC T CGAA T T TGGGAAAA T T - - CA
- - - A T A T A T - - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T T A T A T A T A T A TGT T ACGT CA T CCA T CCACCAGC T ACGC T T C TGGAAA T T ACC T TGT CGCA - - - - - - - - - - TGCACCAACACCA T CAC T TGAGCA T CCC T AGCC T T AA T ACAACCGAGACAACC T A T AC T TGC - - - - - - - TGTGGACCAC T CGAA T T TGGGAAAA T T - - CA
- - - - - - - - - - - - - T T T AAAAC T CACC T T CAAC T T AACAA - - - - - - A T A T A TGT T ACGT CA T CCA T CCACCAGC T ACGC T T C TGGAAA T T ACC T TGT CGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T T A T AGAA TGAA T ACGAAAAGACCA T T - - - - - TGT T T AGAACGT A T T TGTGT T ACGT CA T CCA T CCACCAGC T ACGC T CC TGGAAA T T ACC T TGT CGCA - - - - - - - - - - TGCACCAACACCA T CAC T TGAGCA T CCC T AGCC T T AA T ACAACCGAGACAACC T A T AC T TGC - - - - - - - TGTGGACCAC T CGAA T T TGGGAAAA T T - - CA
- - - - - - - - - - - - - T T CAAAAACGAC T T T C T A - - CACAGT T CGTGCA T T AA TGT T ACGT CA T CCA T CCACCAGC T ACGC T T C TGGAAA T T ACC T TGT CGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC - - - - - - - - - - - - - - - - - - - - - - - - - GCGCAAA T TGCAGAAAAAC T A TG
A T AAGAAAGTGT A T T T AA T AAGGACA T T C TGA T TGTGT AAGA T C T ACGT ACGT T ACGT CA T CCA T CC T C T AAC T ACGC T T C TGGAAAC T AC T T T A T CGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAAGA T T TGC - - - - - - - - - - GGT T T T TGC T T A T AAC T CAAAAACAA T A
- - - - - - - - - - - - - CCCCA - - - TGGT C T T C T T C T CAGGAG - - - - - - GGAGGTGT T ACGT CA T CCA T CCACCAGC T ACGC T T C TGGAAA T T ACC T TGT CGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCC T C T T T T T A T T AACA T T T C TGGACGA T T C TGGGTGT AA T AAGA T T A T T
A T AGTGGGA - - - - - - - AAA T AACA T A T T CAAAC T AGAAAGT AC TGAAA T A TGT T ACGT CA T CCA T CCACCAGC T ACGC T T C TGGAAA T T ACC T TGT TGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCC T T TGC T TGCAAAC T C T TGCAAAAC T C T TGCA T T T T A T T AAA - - - A T A
A T AA T AAAA - - - - TGC T A T AACAACC T CCCAAC T A T AA TGC - - - CA T A T A TGT T ACGT CA T CCGT CCACCAGC T ACGC T T C TGAAAAC TGCC T T A T CACA - - - - - - - - - - - - - - - - - - - - - - A T CAC T TG - - - - - - - - - - - - - T T AA T AC - - - - - - - - - - - - - - - - - - - - - - T AAC T CA T T CAAA T T T CCCA - - - - - - - - - - - - - - - - - -
A T AA T A T AA - - - - TGC T A T AACAACC T CCCAAC T A TGA TGC T T T T T T A T A TGT T ACGT CA T CCGT CCACCAGC T ACGC T T C TGAAAACC T ACA T ACAACA - - - - - - - - - - - - - - - - - - - - - - A T CAA T TG - - - - - - - - - - - - - T T AA T AC - - - - - - - - - - - - - - - - - - - - - - T AAC T C T T T CAAA T T T CCC T - - - - - - - - - - - - - - - - - -
A T AA T A T AA - - - - TGC T A T AACAACC T CCCAAC T A TGA TGC T T T T T T A T A TGT T ACGT CA T CCGT CCACCAGC T ACGC T T C TGAAAACC T ACA T ACAACA - - - - - - - - - - - - - - - - - - - - - - A T CAA T TG - - - - - - - - - - - - - T T AA T AC - - - - - - - - - - - - - - - - - - - - - - T AAC T C T T T CAAA T T T CCC T - - - - - - - - - - - - - - - - - -
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TE: ltr_1_family_12.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 489bp; fragments: 53; full length: 0 (>=440.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 489 bp
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TE: ltr_1_family_12.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 938bp; fragments: 39; full length: 0 (>=844.2bp)
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TE consensus genomic coverage plot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_12

 size: 237bp; fragments: 26; full length: 17 (>=213.3bp)
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Before TEtrimmer 237 bp



0 100 200 300 400

ORF1

After TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)
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